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Proper Citation

SGD Gene Ontology Slim Mapper (RRID:SCR_005784)

Resource Information

URL: http://www.yeastgenome.org/cgi-bin/GO/goSlimMapper.pl

Proper Citation: SGD Gene Ontology Slim Mapper (RRID:SCR_005784)

Description: The GO Slim Mapper (aka GO Term Mapper) maps the specific, granular
GO terms used to annotate a list of budding yeast gene products to corresponding more
general parent GO slim terms. Uses the SGD GO Slim sets. Three GO Slim sets are
available at SGD: * Macromolecular complex terms: protein complex terms from the
Cellular Component ontology * Yeast GO-Slim: GO terms that represent the major
Biological Processes, Molecular Functions, and Cellular Components in S. cerevisiae *
Generic GO-Slim: broad, high level GO terms from the Biological Process and Cellular
Component ontologies selected and maintained by the Gene Ontology Consortium (GOC)
Platform: Online tool

Abbreviations: GO Slim Mapper

Synonyms: GO Term Mapper, Gene Ontology Slim Mapper

Resource Type: analysis service resource, service resource, data analysis service,
production service resource

Keywords: gene, annotation, gene ontology, protein complex, biological process,
molecular function, cellular component, gene ontology, orf, yeast, statistical analysis,
slimmer-type tool, function

Availability: Free for academic use

Resource Name: SGD Gene Ontology Slim Mapper

Resource ID: SCR_005784

Alternate IDs: nlx_149258

Record Creation Time: 20220129T080232+0000

https://scicrunch.org/nidm-terms
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Record Last Update: 20260728T043222+0000

Ratings and Alerts

No rating or validation information has been found for SGD Gene Ontology Slim Mapper.

No alerts have been found for SGD Gene Ontology Slim Mapper.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 31 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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